The nucleotide sequence of the DNA region involved in partitioning of plasmid mini-F has been determined. The sequence consists of 12 direct tandemly arranged repeats of 43 base pairs (the two flanking repeats, 43 plus 1 base pairs) with extensive homology to each other. Each repeat contains an additional inverted repeat of 7 base pairs.
It has been originally proposed that the stable inheritance of bacterial plasmids during cell division is controlled by a special partitioning mechanism (8) responsible for the distribution of newly replicated DNA molecules into the daughter cells. Meanwhile, functions involved in partitioning have been localized on several plasmids, e.g., P1, CloDF13, F, NR1, and Ri (1, 6, 11, 13, 14) .
Plasmid mini-F consisting of the EcoRI f5 fragment of the F factor comprises, according to nucleotide sequence analysis, 9,569 base pairs (M. Helsberg and R. Eichenlaub, manuscript in preparation). Mini-F carries all functions essential for regulation of plasmid replication, incompatibility, and partition (11) . To avoid segregation, a low-copynumber plasmid (one to two copies per chromosome) like mini-F has to operate a rather precisely acting partitioning mechanism. Indeed, a discrete DNA region has been determined to be involved in plasmid partitioning and also to be responsible for incompatibility among the IncFI group of plasmids ( Fig. 1) (2, 3, 5, 9, 16, 17) .
This region encodes two proteins, designated A (44 kilodaltons) and B (36 kilodaltons) (20) , and a cis-acting region, incD (16) (Fig. 1) . The determination of the nucleotide sequence of mini-F (Helsberg and Eichenlaub, in preparation) has shown that the direction of transcription of proteins A and B is as depicted in Fig. 1 . Earlier reports on the transcription of these protein genes (21) based on R-loop analysis located the transcripts correctly but led to a misinterpretation of the direction of transcription. The A and B proteins are essential for partitioning, as demonstrated by the isolation of amber mutants (2) and by complementation experiments (16) . However, the function of these two proteins remains unclear. Recently Hayakawa et al. (7) showed that B protein binds to the incD region. Furthermore, deletions in the incD region cause instability of plasmid inheritance. The level of instability seems to depend on the size and the location of the deletion (16) .
To get more information on the structure of this interesting region of the mini-F plasmid, we have determined its nucleotide sequence.
The sequence was obtained by "shotgun" DNA sequencing by the method of Sanger et al. (18) . Sonication (20) and subsequent end repair and fractionation of the DNA fragments on agarose gels were performed as reported by Deininger (4) . Fragments with a size of 200 to 800 base pairs were recovered from the gel (19) and inserted into the HinclI site of phage vector M13mp8 (12) .
The sequence contains 12 tandemly arranged repeats of 43 base pairs (Fig. 2) , located 335 to 852 base pairs from the right-hand end of the physical map of plasmid mini-F (49.869F) (Fig. 1) . This DNA region contains the gene locus incD, also termed sopC (16) , which was mapped in a region 380 to 740 base pairs from the rightward EcoRI site (5) .
Four of the 12 43-base-pair repeats are completely homologous with each other, whereas the others differ in some positions from the consensus sequence (Fig. 3) . This is especially pronounced in the two flanking repeats, which also have an insertion of 1 base pair. Additionally each of the repeated sequences contains a 7-base-pair inverted repeat (Fig. 3) . Eight of these inverted repeats match with 100% homology, whereas two repeats contain only one base substitution. Again the inverted repeats within the flanking repeats exhibit a stronger degeneration with alterations in three and four positions, respectively. The sequence repetition results in 18 AvaIl recognition sites in this part of the mini-F genome. Hayakawa et al. (7) reported on a spontaneous derivative of a pBR322-mini-F-A2 recombinant (mini-F fragment A2 [14] , coordinates 47.629F through 49.869F) which had a deletion of about 450 base pairs removing all AvaIl sites from the mini-F entity of the plasmid.
These authors (7) 
